+ these authors contributed equally to this work Figure S1 . The RMSD calculated for C α atoms in three replicas of the MD simulation of GluT1 WT in the lipid bilayer (A), the reference X-ray structure (B) and the final protein conformations for each replicate (B,C,D) coloured similar to the corresponding RMSD plots. The blue line corresponds to the simulation when GluT1 undergoes transition from the inward facing to the outward facing state. For this trajectory we also provide the RMSD values calculated for the transmembrane part of the protein (black line).
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